ABSTRACT There is currently limited knowledge of the genome sequences of nonpathogenic Listeria species, especially strains from wildlife. Here, we report the draft genome sequence and associated genome information of an antibiotic-resistant Listeria innocua strain, UAM003-1A, isolated from the feces of a black bear in California, USA.
antibiotic resistance determinants, tet(M), ant(6)-Ia_2, and mphB, known to confer resistance to tetracycline, aminoglycosides, and macrolides, respectively. Interestingly, each determinant was harbored on a different mobile genetic element, with tet(M) and ant(6)-Ia_2 on separate transposons, while mphB appeared to be harbored on a prophage. Testing for antimicrobial resistance was done as previously described (12) against a panel of antibiotics, the heavy metals cadmium and arsenic, and the quaternary ammonium disinfectant benzalkonium chloride. Testing confirmed that L. innocua UAM003-1A was resistant to tetracycline (MIC, Ͼ5 g/ml) and streptomycin (MIC, Ͼ20 g/ml) but not other aminoglycosides, such as kanamycin and gentamicin, while it lacked resistance to the macrolide erythromycin (MIC, Ͼ0.5 g/ml). The sequence data will further elucidate AMR emergence and functionality/specificity of AMR genes in Listeria spp. The public and animal health relevance of L. innocua UAM003-1A is enhanced by current demographic trends that are enhancing the likelihood of human contact with black bears and other wildlife.
Data availability. The whole-genome sequence of L. innocua strain UAM003-1A was deposited at DDBJ/EMBL/GenBank under the accession number VNKM00000000. The version described in this paper is version VNKM01000000. The raw sequence reads were deposited in the SRA under accession number PRJNA556464.
